R R
JOURNAL OF BIOSAFETY

2011, 20(2): 147 - 150
http: // www. jbscn. org

—a

i S o) Ao A P XE 5 9 O AT 1) 5

R, EAG, F ML, B, BRI, SR 5B
i B R LAY F IR AR M PR AP AT ST, AR A A& 1 350013

R MR RS I B 2N 2 — o ASSGH i I 0 SRR B P, IF-455 H xDNA-ITS DXy 51 KA b 12
), 4o DA e 487 P T ) o L ARG 2R 28 9 PR I A T 1 S8R 7 o S R T - PDA Pz Fri Bt T T 2 I 22
15, PR A T AR TR RO BT R TE 6, BB, RN (7 ~12) pmx (5 ~8) pm, 73 A4
S — R B WIBERCRYIT . S55 P8 LU T4 SR, e 208 2 1 HOO AR ARG 51 S T X 040 DL TR 48 78 A AR BRI T G-
nardia citricarpa Kiely , A58 0 AR SRS ) S W ABG & T 26

KRR FRA; SRBEHT; (DNA-ITS J¥31); %5

Identification of the pathogen causing citrus black spot disease on Citrus reticulate

Blanco cv. Tangerina fruit in Minhou, Fujian Province

Cheng-zhong LAN, Ben-jin LI, Wei LI, Jian ZHAO, Qing-he CHEN, Qi-yong WENG
Institute of Plant Protection, Fujian Academy of Agricultural Sciences, Fuzhou, Fujian 350013, China

Abstract: Citrus black spot disease is one of the important diseases on citrus. In this paper, the pathogen causing the citrus black
spot disease was identified on Citrus reticulate Blanco cv. Tangerina in Minhou County, Fujian Province, based on Koch’s postulates
and rDNA internal transcribed spacer(ITS) sequences. The sample was collected on July 2009. The colony growing slowly from the
PDA medium plate was round and protuberant. The spherical pycnidium was black and the monadic conidiophore elliptic, colour-
less, (7~12) pm x (5 ~8) wm, surrounded by a layer of translucent gelatinous coat. The ITS sequence analysis proved that the
pathogen was Guignardia citricarpa Kiely. This is the fourth confirmed record of this pathogen from China. This research laid a foun-

dation for early diagnosis and treatment of citrus black spot disease.
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Fig. 1 Morphological characters of the pathogen of citrus black spot disease
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Fig.3  Phylogenetic tree of strain 118 and other species of Guignardia based on tDNA-ITS sequences
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